Figure S1
. Maximum likelihood tree of 53 L. pneumophila strains based on single-copy orthologous genes using Legionella dumoffii strain Tex-KL as an outbreak Population structure and minimum core genome typing of Legionella pneumophila Clustering based on 9,165 MCG SNPs Clustering based on 1896 single-copy orthologous genes Figure S2 . Phylogenetic analysis and grouping of 53 L.pneumophila strains based on 1896 single-copy orthologous genes and 9,165 MCG SNPs respectively. Nine groups were observed by both methods. The same group is shaded using same color. Table S7 . Ln probability of 53 strains using Structure from K=1 to K20 (BURNIN=50000 and NUMREPS=150000)
Ln Prob k 1 2 3 4 5 average
